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Computer-based Analysis System for Research on Genetic Informatics
Toshio OHYANAGI，Norio MATSUSHIMA
Department of Liberal Arts and Sciences, School of Health Sciences, Sapporo Medical University
Abstract
Vast sequence data of amino acids in proteins and nucleic acids have been increasing explosively
along with the progress in molecular biology. Life informatics or genetic informatics using the
sequence data is developing as a new field of research which is expected to provide a systematic
knowledge in molecular biology and to solve some fundamental principles of life. Most of the main
research has been based on sequence analysis which gives information on the structure, function and
evolution of proteins and genes.
In this article, first we describe a computer-based analysis system that was constructed in our
laboratory. Secondly, we note interesting results of our studies obtained with this system. Our
studies contain the sequence analyses of leucine-rich repeats and homopolymers within many
proteins, and the structure predictions of S100B, amelogenin, and each of tandem repeats within
algR3 and US11 which interact with DNA or RNA.
Key words : Life informatics, Genetic informatics, Sequence analysis, Structure prediction, Tandem 
repeats
